Escherichia coli is typically a commensal bacterium of the mammalian intestinal tract. Here, the isolation and annotation of the 39,233-bp T7-like E. coli podophage Peacock genome are described.
and a 92.4% coding density. Of the 55 protein-coding genes identified, 30 functions were predicted, and 27 of those had direct BLASTp hits to phage T7 (GenBank accession number NC_001604). Using PhageTerm, Peacock was predicted to have 179-bp direct terminal repeats (21) . Peacock has 85% nucleotide sequence identity with Escherichia phage Vec13 (GenBank accession number MH400309), a T7-like phage, and shares 47 proteins with this phage. An overcome classical restriction (ocr) protein (NCBI accession number QEG09667), known to inhibit type I DNA restriction enzymes by mimicking a B-form DNA structure, was also identified (22) .
Data availability. The genome sequence and associated data for phage Peacock were deposited under GenBank accession number MK903279, BioProject accession number PRJNA222858, SRA accession number SRR8892143, and BioSample accession number SAMN11408679.
